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Melanocytes 6
Ductal célls
Trigeminal neurons 4
Plasmacytoid dendritic cells
Erythroid-like and erythroid precursor cells 2
Enterocytes
lonocytes
Ciliated cells 0
Clara cells
Ependymal cells
yeloid—derived suppressor cells
Stromal cells
Smooth muscle cells
Intercalated cells
Distal tubule cells
Epiblast cells
Hepatoblasts
Satellite glial cells
Sebocytes
Erythroblasts
Luminal epithelial cells
Satellite cells
Mesothelial cells
Enterochromaffin cells . .
Endothelial cells (blood brain barrier)
Foveolar cells
Tanycytes
Osteoclasts
Schwann cells
Retinal progenitor cells
Pancreatic progenitor cells
Neural stem/precursor cells
Sertoli cells
Goblet cells
Epsilon cells
Proximal tubule cells
Myocytes
Néurons
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HALLMARK_PEROXISOME
HALLMARK_G2M_CHECKPOINT
HALLMARK_HYPOXIA
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_ADIPOGENESIS
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_ANGIOGENESIS
HALLMARK_APICAL_JUNCTION
HALLMARK_APICAL_SURFACE

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

HALLMARK_UV_RESPONSE_DN
HALLMARK_MYOGENESIS
HALLMARK_COAGULATION
HALLMARK_E2F_TARGETS
HALLMARK_MYC_TARGETS_V1
HALLMARK_APOPTOSIS
HALLMARK_INTERFERON_ALPHA_RESPONSE
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_UV_RESPONSE_UP
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_PROTEIN_SECRETION
HALLMARK_COMPLEMENT
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_P53_PATHWAY
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_GLYCOLYSIS
HALLMARK_HEDGEHOG_SIGNALING
HALLMARK_INFLAMMATORY _RESPONSE
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_SPERMATOGENESIS
HALLMARK_DNA_REPAIR
HALLMARK_MITOTIC_SPINDLE
HALLMARK_KRAS_SIGNALING_DN
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_MYC_TARGETS_V2
HALLMARK_PI3K_AKT_MTOR_SIGNALING
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KEGG_PROXIMAL _TUBULE_BICARBONATE RECLAMATION
KEGG_ALDOSTERONE_REGULATED_SODIUM_REABSORPTION
KEGG_CARDIAC_MUSCLE_CONTRACTION
KEGG_SPLICEOSOME
KEGG_INSULIN_SIGNALING_PATHWAY
KEGG_CALCIUM_SIGNALING_PATHWAY
KEGG_MAPK_SIGNALING _PATHWAY
KEGG_ABC_TRANSPORTERS
KEGG_ACUTE_MYELOID_LEUKEMIA
KEGG_ADHERENS_JUNCTION
KEGG_ECM_RECEPTOR_INTERACTION
KEGG_FOCAL_ADHESION
KEGG_ADIPOCYTOKINE_SIGNALING_PATHWAY
KEGG_ALANINE_ASPARTATE_AND_GLUTAMATE_METABOLISM
KEGG_ALLOGRAFT_REJECTION
KEGG_ALPHA_LINOLENIC_ACID_METABOLISM
KEGG_PRION_DISEASES
KEGG_COMPLEMENT_AND_COAGULATION_CASCADES
KEGG_SYSTEMIC LUPUS_ERYTHEMATOSUS
KEGG_PROPANOATE_METABOLISM
KEGG_PORPHYRIN_AND_CHLOROPHYLL METABOLISM
KEGG_VALINE_LEUCINE "AND_ISOLEUCINE_DEGRADATION
KEGG_N_GLYCAN_BIOSYNTHESIS
KEGG_VIBRIO_CHOLERAE_INFECTION
KEGG_LEUKOCYTE_TRANSENDOTHELIAL_MIGRATION
KEGG_LYSOSOME
KEGGicELLiADHESIONiMOLECULEsicAMS
KEGG_BLADDER_CANCE

KEGG_PATHWAYS_IN CANCER
KEGG_MTOR_SIGNALING_PATHWAY
KEGG_COLORECTAL_CANCER
KEGG_PANCREATIC_CANCER
KEGG_RENAL_CELL_CARCINOMA
KEGG_LEISHMANIA TNFECTION
KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY
KEGG_VEGF_SIGNALING_PATHWAY

KEGG_TOLL LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_PENTOSE_PHOSPHATE_PATHWAY

KEGG_P53 SIGNALING_PATHWAY
KEGG_SMALL_CELL_LUNG_CANCER
KEGG_PROSTATE_CANCER™

KEGG_CELL_CYCLE

KEGG_MISMATCH_REPAIR
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KEGG_PRIMARY_IMMUNODEFICIENCY 4
KEGG_DNA_REPLICATION
KEGG_RIG_T_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_GNRH_SIGNALING_PATHWAY 2
KEGG_NEUROTROPHIN_SIGNALING_PATHWAY
KEGG_UBIQUITIN_MEDIATED_PROTEOLYSIS O

KEGG_BUTANOATE_METABOLISM
KEGG_BASE_EXCISION_REPAIR
KEGG_LYSINE_DEGRADATION
KEGG_NUCLEOTIDE_EXCISION_REPAIR
KEGG_NOTCH_SIGNALING_PATHWAY
KEGG_PPAR_SIGNALING_PATHWAY
KEGG_METABOLISM_OF XENOBIOTICS_BY_CYTOCHROME_P450
KEGG_PYRIMIDINE_METABOLISM
KEGG_PURINE_METABOLISM
KEGG_HOMOLOGOUS_RECOMBINATION
KEGG_VIRAL_MYOCARDITIS
KEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY
KEGG_ALZHEIMERS_DISEASE
KEGG_AMINO_SUGAR_AND_NUCLEOTIDE_SUGAR_METABOLISM
KEGG_HISTIDINE_ METABOLTSM
KEGG_THYROID_CANCER
KEGG_O_GLYCAN_BIOSYNTHESIS

KEGG_TRYPTOPHAN METABOLISM
KEGG_GALACTOSE_METABOLISM
KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM
KEGG_TYPE_II_DIABETES_MELLITUS
KEGG_STARCH_AND_SUCROSE_METABOLISM
KEGG_GLYCOLYSIS_GLUCONEOGENESIS
KEGG_FC_EPSILON_RI_SIGNALING_PATHWAY
KEGG_GLIOMA

KEGG_MELANOMA

KEGG_GAP_JUNCTION
KEGG_REGULATION_OF_ACTIN_CYTOSKELETON
KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION
KEGG_TIGHT_JUNCTION
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